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<220> 

<223> rat tongue circumvallate papillae taste receptor 
cell cDNA clone 165-17 



<400> 1 4. 
aacaaaaggg cataaagaaa gtggctggga gggagccagg atactaggag tgacacctat 60 
agtcatgggc tgagcgctct ggccattccc argccggaca aaggctgctg gtagcccagg 120 
aatcatctaq QQtggggagg gtctgttctt gtttat 



<210> 2 
<211> 1520 
<212> DNA 
<213> Rattus sp. 

<220> 

<221> CDS 

<222> (78) . . (2000) 

<223> rat taste cell specific G-protein beta 3 subunit 
(TC-Gbeta3) 

<400> 2 ^ ^r, 

gggcgcctgg gaagcggaaa cctgggagaa atccagctag agcccaagag ccaggactac 60 



cccttgacct gtgaacc atg ggg gag atg gag cag ctg aag cag gag gcg 

Met Gly Glu Met Glu Gin Leu Lys Gin Glu Ala 
15 10 

gag cag etc aag aag cag att get gat gcc agg aaa gcc tgt gcg gac 
Glu Gin Leu Lys Lys Gin He Ala Asp Ala Arg Lys Ala Cys Ala Asp 

15 20 25 



110 



158 



1 





ate act ctg get gag ctt gtg tct ggc ctg gag gtg gtg gga cga gtc 
lie Thr Leu Ala Glu Leu Val Ser Gly Leu Glu Val Val Gly Arg Val 
30 35 40 



206 



cag atg egg aca egg agg aeg tta agg gga cae ctg get aag ate tat 2 54 
Gin Met Arg Thr Arg Arg Thr Leu Arg Gly His Leu Ala Lys lie Tyr 
45 50 55 

gee atg eac tgg gee act gac tet aag ctg eta gta agt gee teg cag 302 
Ala Met His Trp Ala Thr Asp Ser Lys Leu Leu Val Ser Ala Ser Gin 
60 65 70 75 

gat ggg aag ctg ate gtg tgg gae act tac ace ace aat aag gtg cat 350 
Asp Gly Lys Leu lie Val Trp Asp Thr Tyr Thr Thr Asn Lys Val His 

80 85 90 



get ate ccg ctg cgt tec tec tgg gtc atg ace tgt gee tat gca cea 
Ala lie Pro Leu Arg Ser Ser Trp Val Met Thr Cys Ala Tyr Ala Pro 

95 100 105 



398 



tea ggg aae ttc gtg gca tgt ggg ggg eta gat aac atg tgc tea ate 446 
Ser Gly Asn Phe Val Ala Cys Gly Gly Leu Asp Asn Met Cys Ser lie 
110 115 120 

tac age etc aaa tec cgt gag ggc aat gtc aag gtc age egg gaa etc 4 94 
Tyr Ser Leu Lys Ser Arg Glu Gly Asn Val Lys Val Ser Arg Glu Leu 
125 130 135 

teg get cae aca ggt tat etc tec tgt tgc cge ttc ctg gat gac aac 542 
Ser Ala His Thr Gly Tyr Leu Ser Cys Cys Arg Phe Leu Asp Asp Asn 
140 145 150 155 

aae att gtg act age tet ggg gac ace aeg tgt gee ttg tgg gac att 590 
Asn lie Val Thr Ser Ser Gly Asp Thr Thr Cys Ala Leu Trp Asp lie 

160 165 170 

gag aeg ggg cag cag aag aca gtg ttc gtg gga eac act ggt gac tgc 63 8 
Glu Thr Gly Gin Gin Lys Thr Val Phe Val Gly His Thr Gly Asp Cys 

175 180 185 

atg age ctg get gtg tee cea gac tac aaa etc ttc ate teg gga get 686 
Met Ser Leu Ala Val Ser Pro Asp Tyr Lys Leu Phe lie Ser Gly Ala 
190 195 200 

tgt gat gee age gee aag etc tgg gat gtg agg gaa ggg acc tgt cge 734 
Cys Asp Ala Ser Ala Lys Leu Trp Asp Val Arg Glu Gly Thr Cys Arg 
205 210 215 

cag act ttc act ggc eac gag tea gac ate aat get ate tgt ttc ttt 782 
Gin Thr Phe Thr Gly His Glu Ser Asp lie Asn Ala lie Cys Phe Phe 
220 225 230 235 

cec aat ggg gag gee ate tgc act ggc tea gat gat gee tee tgc cge 83 0 
Pro Asn Gly Glu Ala lie Cys Thr Gly Ser Asp Asp Ala Ser Cys Arg 

240 245 250 

etc ttt gae ctg agg gca gac cag gaa ctg aca gee tac tec cae gag 878 
Leu Phe Asp Leu Arg Ala Asp Gin Glu Leu Thr Ala Tyr Ser His Glu 

255 260 265 



2 



age ate ate tgt ggc ate acg tec gta gee tte tea ete agt ggt cge 926 
Ser He He Cys Gly He Thr Ser Val Ala Phe Ser Leu Ser Gly Arg 
270 275 280 

etg ete ttt get ggc tat gat gac tte aae tgc aat gte tgg gac tet 974 
Leu Leu Phe Ala Gly Tyr Asp Asp Phe Asn Cys Asn Val Trp Asp Ser 
285 290 295 

etg aag tgt gag cgt gta ggc gtt ett tct ggc cat gae aae aga gte 1022 
Leu Lys Cys Glu Arg Val Gly Val Leu Ser Gly His Asp Asn Arg Val 
300 305 310 315 

agt tgc etg ggg gte aca get gac ggc atg get gtg gee act gga tec 1070 
Ser Cys Leu Gly Val Thr Ala Asp Gly Met Ala Val Ala Thr Gly Ser 

320 325 330 

tgg gac age tte ete aag ate tgg aac tgaggagget ggaggaagag 1117 
Trp Asp Ser Phe Leu Lys He Trp Asn 

335 340 

gtgggaagee atgaaggcte tcagctgaet cetatgceet gteteettag ggteagtett 1177 

etataeeetg gggceaetce cagtaaactt cettctaagg geaggtggga ttataggagt 1237 

gtgcetttgg gagtagcagg gtcaeaaggg eaaagaaetg cceeatttcc teeagggeet 12 97 

eteetetcca cagtcetcat agettetcee ttcataaaea agaaeagace ctecceaccc 1357 

tagatgacte ctgggetaec agcagcgttt gtccggcctg ggaatggeca gagcgctcag 1417 

ceeatgacta taggtgtcac tcctagtatc etggeteect eceagegact ttctttctgc 1477 

ecttttgttc tctettatta cctaataaaa tgtageatce tgg 1520 



<210> 3 
<211> 340 
<212> PRT 
<213> Rattus sp . 

<400> 3 

Met Gly Glu Met Glu Gin Leu Lys Gin Glu Ala Glu Gin Leu Lys Lys 
15 10 15 

Gin He Ala Asp Ala Arg Lys Ala Cys Ala Asp He Thr Leu Ala Glu 

20 25 30 

Leu Val Ser Gly Leu Glu Val Val Gly Arg Val Gin Met Arg Thr Arg 
35 40 45 

Arg Thr Leu Arg Gly His Leu Ala Lys He Tyr Ala Met His Trp Ala 
50 55 60 

Thr Asp Ser Lys Leu Leu Val Ser Ala Ser Gin Asp Gly Lys Leu He 
65 70 75 80 

Val Trp Asp Thr Tyr Thr Thr Asn Lys Val His Ala He Pro Leu Arg 

85 90 95 

Ser Ser Trp Val Met Thr Cys Ala Tyr Ala Pro Ser Gly Asn Phe Val 

100 105 110 



3 



Ala Cys Gly Gly Leu 
115 

Arg Glu Gly Asn Val 
130 

Tyr Leu Ser Cys Cys 
145 

Ser Gly Asp Thr Thr 

165 

Lys Thr Val Phe Val 

180 

Ser Pro Asp Tyr Lys 
195 

Lys Leu Trp Asp Val 
210 

His Glu Ser Asp lie 
225 

lie Cys Thr Gly Ser 

245 



Asp Asn Met Cys Ser lie 
120 

Lys Val Ser Arg Glu Leu 
135 

Arg Phe Leu Asp Asp Asn 
150 155 

Cys Ala Leu Trp Asp lie 

170 

Gly His Thr Gly Asp Cys 

185 

Leu Phe lie Ser Gly Ala 
200 

Arg Glu Gly Thr Cys Arg 
215 

Asn Ala lie Cys Phe Phe 
230 235 

Asp Asp Ala Ser Cys Arg 

250 



Tyr Ser Leu Lys Ser 
125 

Ser Ala His Thr Gly 
140 

Asn lie Val Thr Ser 

160 

Glu Thr Gly Gin Gin 

175 

Met Ser Leu Ala Val 
190 

Cys Asp Ala Ser Ala 
205 

Gin Thr Phe Thr Gly 
220 

Pro Asn Gly Glu Ala 

240 

Leu Phe Asp Leu Arg 

255 



Ala Asp Gin Glu Leu Thr Ala Tyr 

260 

lie Thr Ser Val Ala Phe Ser Leu 
275 280 

Tyr Asp Asp Phe Asn Cys Asn Val 
290 295 

Val Gly Val Leu Ser Gly His Asp 
305 310 

Thr Ala Asp Gly Met Ala Val Ala 

325 



Ser His Glu Ser lie lie Cys Gly 
265 270 

Ser Gly Arg Leu Leu Phe Ala Gly 

285 

Trp Asp Ser Leu Lys Cys Glu Arg 

300 

Asn Arg Val Ser Cys Leu Gly Val 
315 320 

Thr Gly Ser Trp Asp Ser Phe Leu 
330 335 



Lys lie Trp Asn 

340 



<210> 4 

<211> 1523 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (7) . . (1029) 

<223> human taste cell specific G-protein beta 3 subunit 
<400> 4 

gggtcg atg ggg gag atg gag caa ctg cgt cag gaa gcg gag cag etc 
Met Gly Glu Met Glu Gin Leu Arg Gin Glu Ala Glu Gin Leu 
15 10 



4 





aag aag cag att gca gat gcc agg aaa gcc tgt get gac gtt act ctg 
Lys Lys Gin He Ala Asp Ala Arg Lys Ala Cys Ala Asp Val Thr Leu 



15 



20 25 30 



gag gcc ate tgc acg ggc teg gat gac get tec tgc cge ttg ttt gac 
Glu Ala He Cys Thr Gly Ser Asp Asp Ala Ser Cys Arg Leu Phe Asp 
240 245 250 



96 



gca gag ctg gtg tet ggc eta gag gtg gtg gga ega gtc cag atg egg 144 
Ala Glu Leu Val Ser Gly Leu Glu Val Val Gly Arg Val Gin Met Arg 

35 40 45 

acg egg egg acg tta agg gga eac ctg gcc aag att tac gcc atg cac 192 
Thr Arg Arg Thr Leu Arg Gly His Leu Ala Lys He Tyr Ala Met His 

50 55 60 

tgg gcc act gat tet aag ctg ctg gta agt gcc teg caa gat ggg aag 24 0 
Trp Ala Thr Asp Ser Lys Leu Leu Val Ser Ala Ser Gin Asp Gly Lys 
65 70 75 

ctg ate gtg tgg gac age tac ace ace aac aag gtg cac gcc ate eca 288 
Leu He Val Trp Asp Ser Tyr Thr Thr Asn Lys Val His Ala He Pro 
80 85 90 

ctg cgc tec tec tgg gtc atg ace tgt gee tat gcc eca tea ggg aac 336 
Leu Arg Ser Ser Trp Val Met Thr Cys Ala Tyr Ala Pro Ser Gly Asn 
95 100 105 110 

ttt gtg gca tgt ggg ggg ctg gac aac atg tgt tec ate tac aac etc 3 84 
Phe Val Ala Cys Gly Gly Leu Asp Asn Met Cys Ser He Tyr Asn Leu 

115 120 125 

aaa tec egt gag ggc aat gtc aag gtc age egg gag ett tet get cac 432 
Lys Ser Arg Glu Gly Asn Val Lys Val Ser Arg Glu Leu Ser Ala His 

130 135 140 

aca ggt tat etc tec tgc tgc cgc tte ctg gat gac aac aat att gtg 480 
Thr Gly Tyr Leu Ser Cys Cys Arg Phe Leu Asp Asp Asn Asn He Val 
145 150 155 

ace age teg ggg gac ace acg tgt gee ttg tgg gac att gag act ggg 52 8 
Thr Ser Ser Gly Asp Thr Thr Cys Ala Leu Trp Asp He Glu Thr Gly 
160 165 170 

cag cag aag act gta ttt gtg gga cac acg ggt gac tgc atg age ctg 576 
Gin Gin Lys Thr Val Phe Val Gly His Thr Gly Asp Cys Met Ser Leu 
175 180 185 190 

get gtg tet cet gac tte aat etc tte att teg ggg gcc tgt gat gee 624 
Ala Val Ser Pro Asp Phe Asn Leu Phe He Ser Gly Ala Cys Asp Ala 

195 200 205 

agt gcc aag etc tgg gat gtg ega gag ggg ace tgc cgt cag act tte 672 
Ser Ala Lys Leu Trp Asp Val Arg Glu Gly Thr Cys Arg Gin Thr Phe 

210 215 220 

act ggc eac gag teg gac ate aac gcc ate tgt tte tte ccc aat gga 720 
Thr Gly His Glu Ser Asp He Asn Ala He Cys Phe Phe Pro Asn Gly 
225 230 235 



768 



5 





ctg egg gca gac cag gag ctg ate tgc ttc tec eac gag age ate ate 
Leu Arg Ala Asp Gin Glu Leu lie Cys Phe Ser His Glu Ser He He 
255 



816 



260 265 270 



864 



912 



960 



1008 



1056 



tge gge ate aeg tec gtg gee ttc tec etc agt gge egc eta eta ttc 
Cys Gly He Thr Ser Val Ala Phe Ser Leu Ser Gly Arg Leu Leu Phe 

275 280 285 

get gge tac gae gac tte aac tge aat gte tgg gac tee atg aag tet 
Ala Gly Tyr Asp Asp Phe Asn Cys Asn Val Trp Asp Ser Met Lys Ser 

290 295 300 

gag egt gtg gge ate etc tet gge eae gat aac agg gtg age tgc ctg 
Glu Arg Val Gly He Leu Ser Gly His Asp Asn Arg Val Ser Cys Leu 
305 310 315 

gga gte aca get gae ggg atg get gtg gee aca ggt tec tgg gac age 
Gly Val Thr Ala Asp Gly Met Ala Val Ala Thr Gly Ser Trp Asp Ser 
320 325 330 

tte etc aaa ate tgg aac tgaggaggct ggagaaaggg aagtggaagg 
Phe Leu Lys He Trp Asn 
335 340 

cagtgaacac actcagcage cecctgeecg accceatetc atteaggtgt tctcttetat 1116 
^tt^^gggtg ccattcccac taagetttct cetttgaggg eagtggggag catgggactg 1176 
tgectttggg aggcagcate agggacacag gggeaaagaa ctgeceeate tceteceatg 1236 
gcctteeete cecacagtcc tcaeagectc tecettaatg ageaaggaca acctgecect 1296 
ccccagccet ttgeaggcee ageagacttg agtctgagge eccaggcect aggatteetc 1356 
ecccagagce aetacetttg tceaggcetg ggtggtatag ggcgtttggc ectgtgaeta 1416 
tggetctgge accaetaggg tcctggceet cttcttattc atgetttcte etttttctac 1476 
etttttttet ctectaagae aectgeaata aagtgtagea cectggt 1523 



<210> 5 
<211> 340 
✓ <212> PRT 

<213> Homo sapiens 

<400> 5 ^ _ 

Met Gly Glu Met Glu Gin Leu Arg Gin Glu Ala Glu Gin Leu Lys Lys 
15 10 15 

Gin He Ala Asp Ala Arg Lys Ala Cys Ala Asp Val Thr Leu Ala Glu 

20 25 30 

Leu Val Ser Gly Leu Glu Val Val Gly Arg Val Gin Met Arg Thr Arg 
35 40 45 

Arg Thr Leu Arg Gly His Leu Ala Lys He Tyr Ala Met His Trp Ala 
50 55 60 

Thr Asp Ser Lys Leu Leu Val Ser Ala Ser Gin Asp Gly Lys Leu He 
65 70 75 80 



6 






Val Trp Asp Ser Tyr Thr Thr Asn Lys Val His Ala He Pro Leu Arg 

90 95 



85 

Ser ser Trp Val Met Thr Cys Ala Tyr Ala Pro Ser Gly Asn Phe Val 

100 105 110 

Ala Cys Gly Gly Leu Asp Asn Met Cys Ser He Tyr Asn Leu Lys Ser 
115 120 125 

Ara Glu Gly Asn Val Lys Val Ser Arg Glu Leu Ser Ala His Thr Gly 
130 135 140 

Tyr Leu Ser Cys Cys Arg Phe Leu Asp Asp Asn Asn He Val Thr Ser 
145 150 155 160 

Ser Gly Asp Thr Thr Cys Ala Leu Trp Asp He Glu Thr Gly Gin Gin 

165 170 175 



Lys 



Thr Val Phe Val Gly His Thr Gly Asp Cys Met Ser Leu Ala Val 



180 



185 



190 



ser Pro Asp Phe Asn Leu Phe He Ser Gly Ala Cys Asp Ala Ser Ala 
195 200 205 

Lys Leu Trp Asp Val Arg Glu Gly Thr Cys Arg Gin Thr Phe Thr Gly 
210 215 220 

His Glu ser Asp He Asn Ala He Cys Phe Phe Pro Asn Gly Glu Ala 
225 230 235 240 

He Cys Thr Gly Ser Asp Asp Ala Ser Cys Arg Leu Phe Asp Leu Arg 

245 250 255 

Ala Asp Gin Glu Leu He Cys Phe Ser His Glu Ser He He Cys Gly 

260 265 270 

He Thr Ser Val Ala Phe Ser Leu Ser Gly Arg Leu Leu Phe Ala Gly 
275 280 285 

Tyr Asp Asp Phe Asn Cys Asn Val Trp Asp Ser Met Lys Ser Glu Arg 
290 295 300 

Val Gly He Leu Ser Gly His Asp Asn Arg Val Ser Cys Leu Gly Val 

TTn 315 320 

305 310 

Thr Ala Asp Gly Met Ala Val Ala Thr Gly Ser Trp Asp Ser Phe Leu 

325 330 335 



Lys He Trp Asn 

340 
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